We also tested for locus and site effects by summing G-values across loci and across sites, and found only one significant value, that for the locus Lgg (Table 1) . We noted during our study that gel patterns at Lgg were difficult to interpret for individuals prepared for mtDNA analysis relative to standard preparations, an apparent artifact of the mtDNA buffer. It is unclear, therefore, if the marginally significant value for Lgg deserves special explanation, both because of possible
We also tested for locus and site effects by summing G-values across loci and across sites, and found only one significant value, that for the locus Lgg (Table 1) . We noted during our study that gel patterns at Lgg were difficult to interpret for individuals prepared for mtDNA analysis relative to standard preparations, an apparent artifact of the mtDNA buffer. It is unclear, therefore, if the marginally significant value for Lgg deserves special explanation, both because of possible • Localities: 1 = California, San Bernardino Co., 1.5 km N, 3.0 km E Butler Peak; 2 = California, Fresno Co., 7.2 km W Hume Lake; 3 = Nevada, Esmeralda Co., Trail Canyon; 4 = California, Placer Co., 6.4 km S, 3.2 km E Ward Peak; 5 = California, Trinity Co., 12.9 km N, 9.7 km W North Yolla Bolly Mtn.; 6 = California, Shasta Co., 10.4 km N, 11.2 km E Lassen Peak; 7 = Nevada, Elko Co., Lamoille Canyon, Ruby Mtns.; 8 = Wyoming, Lincoln Co., Grey's River, 5.6 km N, 12.1 km E Mt. Wagner; 9 = Colorado, Gunnison Co., 4.8 km N, 2.0 km W Ohio Peak.
• Does not include localities 8 and 9; * = significant at the adjusted alpha level (see text).
methodological artifacts at that locus and because only ! in !4 loci exhibited a temporal change. The G-value computed over loci and sites, 86.6 (df = 72), was insignificant (P > 0.05). We conclude that there is a general pattern of temporal stability in the common allele frequencies. Clearly, there could be changes in noncommon alleles that are biologically significant, but our sample sizes are insufficient to detect such an effect. The heterozygosity estimates (Table 1) 
